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EDUCATION/TRAINING  (Begin with baccalaureate or other initial professional education, such as nursing, and include postdoctoral training.) 

INSTITUTION AND LOCATION DEGREE 
(if applicable) YEAR(s) FIELD OF STUDY 

University of Michigan with highest  honors B.S. 1974 Microbiology 
University of Michigan M.S. 1978 Microbiology 
University of Michigan M.S. 1979 Computer Science 

 
A.  Positions and Honors:   
1979-80  Database design and development, Systar Corporation  
1980-83 Software project leader, Tak Automation 
1983-86  Software project leader, Integrated Automation 
1986-87  Software design, Hewlett-Packard 
1987-91  Software project leader, Lawrence Berkeley National Laboratory 
1991-92  Director of Informatics, Human Genome Center, Lawrence Berkeley National Laboratory 
1992-2006 Head of Informatics, Berkeley Drosophila Genome Center, University of California, Berkeley 
2006-present Staff Scientist, Lawrence Berkeley National Laboratory 
Honors 
2000 Co-winner, American Association for the Advancement of Science Newcomb 

Cleveland Prize for "The genome sequence of D. melanogaster”. 
2005 Fellow of the American Association for the Advancement of Science 
Other Experience and Professional Memberships 
1998-present Gene Ontology Consortium (co-founder, co-PI)  
2000-2006 Organizer, Cold Spring Harbor Laboratory/Wellcome Trust conference on Genome Informatics 
2001 Lecturer, Cold Spring Harbor Laboratory course on Drosophila genetics 
2001 Lecturer, Cold Spring Harbor Laboratory course on Computational Biology 
2001-present Generic Model Organism Database Project (co-founder)  
2002-present Sequence Ontology (co-founder) 
2002-present Instructor, Cold Spring Harbor Laboratory course on Bioinformatics 
2002-2005 Reactome (co-PI)  
2003 Lecturer, Jackson Laboratory course on Genome Sequence Analysis:  Theory and Practice 
2003-present Advisory Board Member for Rat Genome Database 
2003-present Advisory Board Member for Gramene Database 
2004-present Open Biomedical Ontologies (co-founder) 
2005-present Advisory Board Member for RNA Ontology Consortium 
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C. Research Support 

 
Ongoing Research Support 
 
P41 HG002273  (Blake)   3/1/07-2/28/12 
Jackson Laboratory, NHGRI (prime) 
Gene Ontology Consortium 
 
The major goal of this project is to provide and implement shared, structured vocabularies for the biological 
description of gene products in any organism. 
Role: Co-Investigator 

 
 

U54 HG004028  (Musen)   9/23/05-7/31/10 
NIH/Roadmap 
National Center for Biomedical Ontology 
 
The major goal of this project is to develop tools and methods for assimilating, archiving, and accessing 
machine-processable representations of biomedical domain objects, processes, and relations to assist in the 
management, integration, visualization, analysis, and interpretation of the huge, distributed data sets that are 
now the hallmark of biomedical research. 
Role: Co-Investigator 
 
 
U41 HG004269 (Stein)  03/01/07-02/28/08 
Cold Spring Harbor Laboratory, NHGRI (prime)  
A data coordination center for the model organism ENCODE project 
 
The ModENCODE Data Coordination Center  will compile and track data being generated by different 
modENCODE research projects and will implement quality assurance methods to ensure  that data meet the 
relevant data standards. 
Role:  Co-Investigator 



 

OVERLAP: None 
 
 
R01 NS058296 (Martone)   04/01/07-03/31/08 
UCSD, NINDS (prime)   
In Process pending activation of subcontract 
Ontology-Based Multiscale Investigation of Neurological Disease 
 
The major goal of this proposal is to develop tools that bridge between information contained in ontologies, 
distributed relational databases and images. 
Role:  Co-Investigator 
OVERLAP: None 
 
1R01GM083649-01A1 (Hunter, L.)  09/30/2007-08/31/2011 
University of Colorado, NLM 
Ontologies and Biomedical Language Processing 
 
The goal of this project is to explore both the potential for, and obstacles to, the mutual application of 
biomedical ontologies and biomedical language processing. 
Role:  Subcontract PI 
Overlap:  None. 
 
Completed Research Support 
 
R01 HG002273-04   (Blake)   1/1/04-2/28/07 
NIH/NHGRI 
Gene Ontology Consortium 
The major goal of this project is to provide and implement shared, structured vocabularies for the biological 
description of gene products in any organism. 
Role: Co-Investigator 
 
2P41 HG00739   (Gelbart)  12/01/98-11/30/05 
NIH/NHGRI 
FlyBase: A Drosophila Genomic and Genetic Database  
This grant supports development of the FlyBase database, which contains the core genetic and genomic 
information for the fruitfly Drosophila melanogaster and related organisms of the family Drosophilidae. 
 
5P50 HG00750   (Rubin)  12/24/98-11/30/04 
NIH/NHGRI 
Drosophila Genome Center  
This grant supports a Drosophila Genome Center coordinating a scientific collaboration among the University 
of California, Berkeley, Lawrence Berkeley National Laboratory, Baylor College of Medicine and the Carnegie 
Institute of Washington at Baltimore.  The goals of this project are to sequence and biologically annotate the 
Drosophila genome.  


